The asymmetric unit of the title salt, 2C 4 H 12 NO + Á-C 14 H 8 O 4 S 2 2À , contains an ethyl(2-hydroxy)aminium cation and half a 2,2 0 -disulfanediyldibenzoate anion, with the latter disposed about a twofold axis. The cation is a straight chain with the exception of the terminal hydroxy group [the N-C-C-O torsion angle is 66.5 (2) ]. A twisted conformation is found for the anion [the C-S-S-C torsion angle is 91. 51 (9) and the dihedral angle between the rings is 81. 01 (4) ] 
Related literature
For related studies on co-crystal/salt formation involving 2-[(2-carboxyphenyl)disulfanyl]benzoic acid, see : Broker & Tiekink (2007) ; Broker et al. (2008) . For software used to search the Cambridge Structural Database, see : Bruno et al. (2002) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). (Johnson, 1976) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010 (Broker & Tiekink, 2007; Broker et al., 2008) . The asymmetric unit comprises an aminium cation (Fig. 1) and half a dithiodibenzoate anion (Fig. 2) , with the latter disposed about a crystallographic 2-fold axis. The cation is linear with the exception of the terminal hydroxy group which is twisted out of the chain as seen in the O3-C8-C9-N1 torsion angle [66.5 (2)°]. Confirmation of protonation of the amine-N1 atom during crystallisation is seen in the pattern of hydrogen-bonding interactions (see below). A search of the CSD (Bruno et al., 2002) suggests that this is the first structural characterisation reported for the ethyl(2-hydroxyethyl)aminium cation. The dithiodibenzoate anion is twisted [torsion angle C3-S1-S1 (Table 1) . Each of the aminium-H atoms connects to a carboxylate-O atom and the O2 atom is also hydrogen-bonded to the hydroxy group. The result of these interactions is a supramolecular chain with base vector [1 0 1] (Fig. 3 ), which has a tubular topology (Fig. 4) .
The title salt (I) was obtained by dissolving 2-[(2-carboxyphenyl)disulfanyl]benzoic acid (0.100 g, Fluka) in ethanol (20 ml) to which was added the amine in 1:1, 1:2 and 1:3 stoichiometric ratios in three separate experiments. Regardless of the stoichiometry, only crystals of (I) were harvested as proved by multiple unit cell determinations, m.p. 429-431 K
Refinement
The H-atoms were located from difference maps but placed in their idealised positions (O-H = 0.84 Å, N-H = 0.92 Å, and C-H 0.95-0.99 Å) and were included in the refinement in the riding model approximation with U iso (H) set to 1.2-1.5U eq (carrier atom).
Figures Fig. 1 . Molecular structure of the cation in (I) showing atom-labelling scheme and displacement ellipsoids at the 50% probability level. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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